Key indicators: single-crystal X-ray study; T = 296 K; mean (C-C) = 0.005 Å; R factor = 0.084; wR factor = 0.242; data-to-parameter ratio = 11.6.
In the title compound, C 22 H 19 N 3 O 4 , the dihedral angle between the furan and pyrazole rings is 82.73 (19) while the dihedral angles between the furan and pyrazole rings and their attached benzene rings are 31.93 (18) and 1.88 (18) , respectively. In the crystal, inversion dimers linked by pairs of C-HÁ Á ÁO hydrogen bonds generate R 2 2 (16) loops. In addition, weak C-HÁ Á Á and aromaticstacking [minimum centroid-centroid distance = 3.5374 (17) Å ] interactions are observed. Table 1 Hydrogen-bond geometry (Å , ).
Related literature
Cg4 is the centroid of the C23-C28 ring. Symmetry codes: (i) Àx; Ày; Àz þ 2; (ii) Àx; Ày; Àz þ 1.
Data collection: APEX2 (Bruker, 2013); cell refinement: SAINT (Bruker, 2013); data reduction: SAINT; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008); molecular graphics: Mercury (Macrae et al., 2008) ; software used to prepare material for publication: SHELXL97.
Comment
The ongoing work in our lab for synthesizing pyrozoline derivatives resulted the title molecule. Similar compounds are used for the preparation of drugs in the pharmacological industries (Amir et al., 2008; Husain et al., 2008) .
In the title compound ( Fig. 1 The title molecules are linked to one another with C14-H14···O19 intermolecular hydrogen bonds with R 2 2 (16) ring motif ( Fig. 2 and Table 1 ). In addition, short contacts C-H···π (Cg4) with distance 3.595 (4) Å (angle 158 °) [-x, -y, z -1] . And π···π between Cg2 and Cg1 with distance 3.5374 (17) ° [x,y,z] and between Cg2 and Cg4 with a distance 3.641
(2) ° [x -1, -y, z -1] were observed, where Cg1:O11/C10/C14/C13/C12, Cg2:N16/N20/C21/C22/C15 and Cg4:C23/C24/C25/C26/C27/C28.
Experimental
A mixture of 4-methylphenyl-3-[5-(2-nitrophenyl)furan-2-yl]prop-2-en-1-one (10 mmol), hydrazine hydrate (50 mmol) and glacial acetic acid (40 ml) were refluxed for 24 h. The resulting mixture was poured into water (100 ml) and allowed to stand. The precipitate that formed was separated by filtration, washed with cold water and then recrystallized from mixed DMF-ethanol solvents to yield brown blocks.
Refinement
All the H atoms were fixed geometrically (C-H= 0.93-0.96 Å) and allowed to ride on their parent atoms with U iso (H) =1.5U eq (C-methyl) and = 1.2U eq (C) for other H atoms. Packing diagram of molecule, viewed along the crystallographic a axis. Dotted lines represent hydrogen bonds. 
Computing details

1-{3-(4-Methylphenyl)-5-[5-(2-nitrophenyl)furan-2-yl]-4,5-dihydro-1H-pyrazol-1-yl}ethanone
Special details
Geometry. Bond distances, angles etc. have been calculated using the rounded fractional coordinates. All su's are estimated from the variances of the (full) variance-covariance matrix. The cell e.s.d.'s are taken into account in the estimation of distances, angles and torsion angles Refinement. Refinement on F 2 for ALL reflections except those flagged by the user for potential systematic errors. Weighted R-factors wR and all goodnesses of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The observed criterion of F 2 > σ(F 2 ) is used only for calculating -R-factor-obs etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger. (5) C10-O11-C12 106.9 (2) C27-C26-C29 121.3 (4)
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 )
